Proposed DNA binding model in EMSA (Fig 4) . Two RRMs, NOPS domain, and coiled-coil domain in SFPQ are depicted as red circles, cyan line, and yellow rectangle, respectively. Equivalent domains of NONO are presented in grey. Solid green block represents the Nterminal short α-helical structure observed in SFPQ-276-535. Residues 214-275 (not resolved in crystal structures) are depicted in green dashed line. The dimensions of the GAGE6 probe used would match a maximum of two heterotetramers binding per probe.
SFPQ positive foci are paraspeckles that colocalize with NEAT1 RNA. For each GFP-fused truncated SFPQ protein (corresponding to proteins "1"-"5" in Fig 4) fluorescence microscopy data is given (scale bar 5 micron). Left, GFP-SFPQ fusion (green); center NEAT1 FISH (red) and DAPI (blue); right, overlay. Yellow vectors drawn on the overlay correspond to linescans presented on the right (green, red and blue corresponding to GFP, NEAT1 and DAPI). Colocalization is identifiable by coincident peaks for GFP and NEAT1, as exemplified in SFPQ-276-598.
Sequence alignment of the conserved DBHS domain of the three human DBHS proteins. A representative secondary structure scheme deduced from three crystal structures of SFPQ reported in this study is drawn on top of the sequences. Domain structure defined in PFAM is displayed under the sequences. Boundaries for the constructs reported in this study are indicated by the triangles with down-pointing triangles for N-terminus and the upwardpointing ones for C-terminus. Residues involved in the coiled-coil interaction motif are marked with diamonds, stars and a circle. n.a. is not applicable
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